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Background: Erwinia amylovora is a phytopathogenic bacterium and causal agent of fire blight disease in apples
and pears. Although many virulence factors have been characterized, the coordination of expression of these
virulence factors in E. amylovora is still not clear. Regulatory small RNAs (sRNAs) are important post-transcriptional
regulatory components in bacteria. A large number of sRNAs require the RNA chaperone Hfq for both stability and
functional activation. In E. amylovora, Hfq was identified as a major regulator of virulence and various virulence traits.
However, information is still lacking about Hfq-dependent sRNAs on a genome scale, including the virulence
regulatory functions of these sRNAs in E. amylovora.
Results: Using both an RNA-seq analysis and a Rho-independent terminator search, 40 candidate Hfq-dependent
sRNAs were identified in E. amylovora. The expression and sizes of 12 sRNAs and the sequence boundaries of seven
sRNAs were confirmed by Northern blot and 5’ RACE assay respectively. Sequence conservation analysis identified
sRNAs conserved only in the Erwinia genus as well as E. amylovora species-specific sRNAs. In addition, a dynamic
re-patterning of expression of Hfq-dependent sRNAs was observed at 6 and 12 hours after induction in Hrp-inducing
minimal medium. Furthermore, sRNAs that control virulence traits were characterized, among which ArcZ positively
controls the type III secretion system (T3SS), amylovoran exopolysaccahride production, biofilm formation, and motility,
and negatively modulates attachment while RmaA (Hrs6) and OmrAB both negatively regulate amylovoran production
and positively regulate motility.
Conclusions: This study has significantly enhanced our understanding of the Hfq-dependent sRNAs in E. amylovora at
the genome level. The identification of multiple virulence-regulating sRNAs also suggests that post-transcriptional
regulation by sRNAs may play a role in the deployment of virulence factors needed during varying stages of
pathogenesis during host invasion by E. amylovora.
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Erwinia amylovora is a phytopathogenic enteric bacter-
ium that causes fire blight, a devastating disease of ros-
aceous species such as apples and pears. Pathogen cells
enter plants through the nectarthodes of flowers and
other natural openings such as wounds, and are capable
of rapid movement within plants and the establishment* Correspondence: sundin@msu.edu
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article, unless otherwise stated.of systemic infections [1]. Many virulence determinants
of E. amylovora have been characterized, including the
Type III secretion system (T3SS), the exopolysaccharide
(EPS) amylovoran, biofilm formation, and motility [2].
To successfully establish an infection, E. amylovora uti-
lizes a complex regulatory network to sense the relevant
environmental signals and coordinate the expression of
early and late stage virulence factors involving two com-
ponent signal transduction systems, bis-(3′-5′)-cyclic di-
GMP (c-di-GMP), and quorum sensing [2-11].ntral Ltd. This is an Open Access article distributed under the terms of the
/creativecommons.org/licenses/by/4.0), which permits unrestricted use,
, provided the original work is properly credited. The Creative Commons Public
mons.org/publicdomain/zero/1.0/) applies to the data made available in this
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many Gram negative bacteria to coordinate rapid re-
sponses to environmental signals is the use of regulatory
small RNAs (sRNAs) [12-14]. sRNAs are a group of
non-coding RNAs that are small in size, ranging from
50-350 nt, that target specific mRNA transcripts and
control the translational efficiency and mRNA stability
of the target mRNAs. Many sRNAs require the RNA
chaperone Hfq for their stability and functional activa-
tion, and thus are referred to as the Hfq-dependent
sRNAs [15]. Most of these Hfq-dependent sRNAs are
encoded in the intergenic regions of bacterial genomes,
with Rho-independent terminator sequences present at
the 3’ end of the sRNAs. Once transcribed, the Hfq-
dependent sRNAs are bound by Hfq, which stabilizes the
sRNAs from degradation, and facilitates the interaction of
the sRNAs to the target mRNAs [15].
Both computational and experimental approaches have
been used in the identification of bacterial sRNAs. Com-
putational predictions of bacterial sRNAs are generally
based on the sequence conservation of sRNAs among
closely-related species, the presence of orphan promoters
and terminators in the intergenic regions of the chromo-
some, and conserved RNA secondary structure [16,17].
Alternatively, many sRNAs have been identified by experi-
mental methods, such as the shot-gun cloning method
and tiling microarrays [18-20]. Recently, RNA-seq has rev-
olutionized transcriptome analysis and led to the iden-
tification of numerous sRNAs in many bacterial species,
including in a few plant pathogenic bacteria [21-23].
Bacterial sRNAs have been extensively studied in
Escherichia coli, with more than 100 sRNAs identified
and some of the functions of sRNAs characterized [24-26].
Although many sRNAs are conserved across bacterial spe-
cies, many others are species specific and require experi-
mental characterization in individual species. For example,
among a total of 93 sRNAs identified in Salmonella enter-
ica, only 45 of them were conserved in E. coli, and the
other 48 are Salmonella-specific sRNAs [27]. Similarly, 32
sRNAs were identified in Yersinia pestis, among which
only 14 sRNAs were also conserved in E. coli [28]. In
Pseudomonas aeruginosa, 500 novel sRNAs were identi-
fied by RNA-seq, and nearly 90% of these novel sRNAs
had no orthologs in other bacterial species [29].
Among all the sRNAs discovered in bacterial patho-
gens, many of them are involved in virulence regulation
[30]. For example, in Yesinia pseudotuberculosis, mice
infected with the deletion mutants of two sRNAs (Yrs35
and Yrs29) showed significantly increased survival rates
and decreased weight loss in comparison to mice in-
fected with the wild type Y. pseudotuberculosis [28]. In
Vibrio cholerae, Qrr1-4, TarA, TarB, and VrrA control
virulence by regulating cholera toxin (CT) biosynthesis
and the toxin-co-regulated pilus (TCP), the two primaryvirulence factors that are responsible for colonization
and subsequent disease development [31]. TarB and VrrA
directly bind to the 5’ UTR and control the expression of
the tcp genes [32] whereas Qrr1-4 indirectly regulate CT
and TCP by controlling the quorum sensing regulators
HapR, LuxO, and transcriptional activator AphA [33-35].
In S. enterica Typhimurium, four sRNAs contribute to
bacterial pathogenesis [30], including MgrR which regu-
lates eptB, the modulator of LPS modification [36], InvR
that represses ompD, encoding the outer membrane pro-
tein synthesis protein [37], and SgrS that controls ptsG
and sopD, two genes involving in sugar uptake and regula-
tion of secreted virulence factor [38]. In the plant pathogen
Xanthomonas campestris pv vesicatoria (Xcv), deletion of
the sRNA sX12 resulted in reduced virulence in infected
pepper plants [21]. In our recent work, we observed that
in E. amylovora, the deletion of the sRNAs ArcZ (RyhA)
and RprA significantly reduced disease symptoms in an
immature pear infection model [39].
In addition to the sRNAs, the function of Hfq as a
regulator of virulence traits has been demonstrated in
many animal and plant pathogenic bacteria [40]. For ex-
ample, in S. typhimurium, an hfq mutation resulted in
highly attenuated invasion in epithelial cells and a sig-
nificant reduction in growth in both epithelial cells and
macrophages in vitro [41]. Multiple aspects of virulence
were controlled by Hfq, including motility, outer mem-
brane protein production, and intracellular growth. In
Agrobacterium tumefaciens, the mutation of hfq led to
reduced tumor formation on potato tubers, as well as
delayed growth, altered morphology, and reduced motil-
ity. The uptake systems and metabolic versatility of A.
tumefaciens were also tightly controlled by Hfq [42]. In
our recent work, we identified Hfq as a regulator of
virulence traits in E. amylovora, including the T3SS,
amylovoran EPS production, biofilm formation, and
motility [39]. These observations suggest that Hfq along
with sRNAs regulated by Hfq has a critical function in
virulence regulation in various bacterial pathogens
including E. amylovora.
Although 10 sRNAs were predicted in E. amylovora by
sequence conservation [39], the full repertoire of sRNAs
of E. amylovora has not been experimentally characterized.
We hypothesized that we could utilize RNA-seq and bio-
informatic approaches to identify additional sRNAs in E.
amylovora, and potentially identify novel sRNAs that regu-
late virulence in this plant pathogen. To acquire a better
understanding of the Hfq-dependent sRNAs in E. amylo-
vora and their roles in virulence manipulation, we con-
ducted a genome-wide identification of Hfq-dependent
sRNAs by combining Illumina deep sequencing, bioinfor-
matics terminator prediction, and experimental validation
by 5’ RACE and Northern blot. A total of 40 candidate
Hfq-dependent sRNAs were identified in the genome of
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Erwinia-specific sRNAs that were identified for the first
time. In addition, four sRNAs, ArcZ, RmaA (Hrs6), OmrAB,
and Hrs21, were identified as regulators of different viru-
lence phenotypes during E. amylovora pathogenesis.
Methods
Bacterial strains, plasmids, and culture conditions
The bacterial strains, plasmids, and primers used in
this study and their relevant characteristics are listed
in Additional file 1: Table S1. All strains were stored at –
80°C in 15% glycerol and cultured in Luria Bertani (LB) or
Hrp-inducing minimal medium [43] at 28°C. When re-
quired, antibiotics were added to media at the following
concentrations: gentamicin, 15 μg ml-1; chloramphenicol,
30 μg ml-1; kanamycin, 50 μg ml-1; and ampicillin,
100 μg ml-1.
RNA isolation and RNA-seq
E. amylovora Ea1189 and Ea1189Δhfq were cultured in
LB broth for 14 hr. Cells were pelleted by centrifugation,
washed with 0.5 X PBS, and resuspended in Hrp-inducing
minimal medium with the optical density OD600 adjusted
to 0.5. At 6 hr post-inoculation, RNA protect (QIAGEN;
Valencia, CA) was added to the cell suspension to stabilize
the cells. Total RNA was isolated using the miRNeasy
Mini kit (QIAGEN), and DNA was removed by an on-
column digestion of RNase-Free DNase (QIAGEN) during
the RNA isolation. The quantity and quality of RNA was
analyzed using a NanoDrop™ 1000 spectrophotometer
(NanoDrop Technologies, Inc.; Wilmington, DE) and 2100
Bioanalyzer (Agilent Technologies; Santa Clara, CA).
Total RNAs that passed quality control were used to
generate sRNA libraries using the Illumina TruSeq small
RNA sample preparation kit (Illumina; San Diego, CA).
One microgram of total RNA from each sample was
used for the library construction. Library molecules
were amplified with 11 cycles of PCR. Fragments from
145-400 bp were isolated from the gel for further ana-
lysis. RNA-seq analysis was performed at the Michigan
State University Research Technology Support Facility
(MSU RTSF) using an Illumina HiSeq 2000 system.
Reads mapping and identification of sRNAs in the
E. amylovora genome
Reads that passed filtering were mapped to the E.
amylovora ATCC 49964 genome [44] using TopHat (v2.0.4;
http://ccb.jhu.edu/software/tophat/index.shtml). Filtered align-
ments of the E. amylovora genome were used as input to
Cufflinks (v2.0.2; http://cufflinks.cbcb.umd.edu/manual.
html) to identify intergenic regions for which the expression
was significantly reduced in Ea1189Δhfq (6 hr and 12 hr in-
cubation) compared to Ea1189 (6 hr and 12 hr incubation),
respectively. Statistically-significant differentially-expressedsequences from intergenic regions were obtained by apply-
ing a cutoff threshold of FDR ≤ 0.05 (5%) and an absolute
log2 fold-change ≥ 0.6. The candidate transcript models
were further manually inspected using the Artemis genome
browser [45] to exclude regions whose transcription
resulted from an extension from the adjacent ORFs. The
remaining transcript models were annotated as the
Hfq-dependent sRNAs. Per base depth was calculated by
counting the number of reads overlapping each position
of the E. amylovora genome, after excluding reads which
overlapped known tRNA and rRNA loci. Counts represent
the aggregate for mapped reads from all replicates of each
condition. Depth for each condition was normalized per
million reads aligned from each condition (excluding
tRNA, rRNA overlapping reads). No duplicate removal
was done for this study. The raw data and processed
data were uploaded to the NCBI GEO database (http://
www.ncbi.nlm.nih.gov/geo/) with the accession number
GSE53763.Rho-independent terminators search
The intergenic regions of E. amylovora ATCC 49964
genome were analyzed by Python script (https://github.
com/alejorojas2/Common_scripts/blob/master/Upstrea
m_Ea.py), with the purpose of identifying sequences that
meet the following criteria simultaneously: (1) containing
at least 6 oligo-Us at the 3’ end; (2) containing at least
4 G + Cs in the last 6 nucleotides immediately upstream
of the oligo-Us; (3) containing at least 50% G +Cs in the
last 25 nucleotides immediately upstream of the oligo-Us.
The sequences that met these criteria were further analyzed
by CLC Main Workbench version 6.5 (CLC Bio, Denmark),
for RNA secondary structure. Sequences that contain stem-
loop structure with the free energy ΔG< 5.0 kcal mol-1
were further manually checked for the upstream transcrip-
tional activity in Artemis genome browser. Sequences
that showed upstream transcription were documented
as potential Rho-independent terminators.Northern blot analysis and 5’ RACE assay
Northern blot of sRNAs was performed as previously
described [46]. Briefly, 10 μg of total RNA was analyzed
on a 6 M urea/6% polyacrylamide gel using a Northern
Max kit (Life Technologies, Grand Island, NY) according
to the manufacturer’s instructions. Hybridization probes
were synthesized and 5'labeled by Life Technologies.
Signals were developed using the Bright-Star BioDetect
kit (Life Technologies). 16S rRNA was visualized under
UV transilluminator (Syngene, Frederick, MD, U.S.A.)
and used as an internal control for normalization of
RNA. A biotin labeled Low Range ssRNA Marker (New
England BioLabs) was used to determine the sizes of
sRNAs.
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scribed [39]. Briefly, 12 micrograms of total RNA from
E. amylovora Ea1189 was treated with tobacco acid pyro-
phosphatase (Epicentre, Madison, WI) at 37°C for 0.5 h.
300 pmol of RNA oligonucleotide linker (GACGAGCAC
GAGGACACUGACAUGGAGGAGGGAGUAGAAA) was
added to the treated RNA. RNA-linker mix was purified
by phenol-chloroform-isoamyl alcohol (P-C-I) extraction
and ethanol/sodium acetate precipitation method and was
dissolved in 14 μl of RNase-free H2O. Purified RNA-linker
mix was denatured at 90°C for 2 min and was ligated by
T4 RNA ligase (New England BioLabs). Buffer and en-
zyme were removed by P-C-I extraction again and the li-
gated RNA-linker was dissolved in 10 μl of RNase-free
H2O. cDNA was synthesized by SuperScript III reverse
transcriptase (Invitrogen, Carlsbad, CA) using random
hexamers following the instructions of the kit. The 5’ end
of target sRNAs was amplified by PCR using the total
cDNA as the template, RNA linker primer as the forward
primer and primers specific for the target genes as reverse
primers. The amplified PCR products were visualized on
an agarose gel. Bands with the largest size whose intensity
was enhanced in the tobacco acid pyrophosphatase treated
samples compared to the non-treated samples were ex-
cised, purified and sequenced to determine the 5’ ends of
the transcripts.
Nucleotide conservation analysis of E. amylovora sRNAs
Sequences of candidate sRNAs obtained from the RNA-
seq experiment were used in a Blast search against the
genomes of 20 γ Proteobacteria in the ASAP database
(https://asap.ahabs.wisc.edu/asap/logon.php). The nucleo-
tide identity as well as the nucleotide length of the can-
didate sRNAs was obtained from the Blast search. The
nucleotide conservation score was calculated using the
following formula: [(nucleotide match-length)*(nucleo-
tide identity/100)]/(nucleotide length of the candidate
sRNA). A hierarchical clustering from the conservation
score of candidate sRNAs was performed using Cluster
3.0 software [47] with centroid linkage. The conservation
graph was generated using Java TreeView 1.1.5 [48].
Deletion mutagenesis of sRNA-encoding genes
E. amylovora chromosomal deletion mutants were con-
structed using the red recombinase method [49]. Briefly,
recombination fragments consisting of 50-nucleotide hom-
ology arms of flanking regions of sRNA encoding genes
flanking a chloramphenicol resistance cassette were ampli-
fied from the plasmid pKD4. PCR products were purified
by PCR purification and electroporated into E. amylovora
Ea1189 expressing recombinase genes from the helper
plasmid pKD46. Mutants were selected on LB medium
amended with chloramphenicol. Deletion of target genes
was confirmed by PCR and sequencing. RecombinantDNA work was approved by the Michigan State University
Institutional Biosafety Committee (Registration #3122).
Virulence assay
The virulence of wild type E. amylovora Ea1189 and mu-
tant strains was tested using an immature pear fruit assay
as previously described [8]. Briefly, for the immature pear
fruit assay, bacteria were inoculated on wounded imma-
ture pears at a concentration of 1 × 104 CFU ml-1, and the
pears were incubated at 25°C under high relative humidity
conditions. Lesion diameters were measured at 6 days
post-inoculation. All assays were repeated three times,
with five biological replicates in each experiment.
Amylovoran production, swimming motility, and
hypersensitive response (HR) assays
The amylovoran concentration in supernatants of E.
amylovora cultures was quantified using a turbidity assay
with cetylpyrimidinium chloride (CPC) [50]. Cells from
overnight LB cultures were harvested by centrifugation,
washed with phosphate-buffered saline (PBS), and inocu-
lated into MBMA medium supplemented with 1% sorb-
itol. The supernatant of the MBMA culture was collected
at 36 hrs post-inoculation following centrifugation of the
culture. The amylovoran concentration in the supernatant
was determined by adding 50 μl of CPC (50 mg ml-1) per
ml of supernatant sample, followed by measuring the op-
tical density OD600. The experiments were repeated three
times with four biological replicates in each experiment.
To measure bacterial swimming motility, cells were
cultured on LB agar plates for 48 hr. Cells were inocu-
lated from the LB agar plates onto the center of swarm-
ing agar plates (10 g tryptone, 5 g NaCl, 2.5 g agar per
liter) using an inoculation needle. Swimming diameters
were measured at 20 hr post-inoculation. The experi-
ments were repeated three times with four biological
replicates in each experiment. For the HR assay, strains
were cultured in LB broth overnight, harvested by cen-
trifugation and washed with 0.5 × PBS twice. Cells were
resuspended in 0.5 × PBS and adjusted to a concentra-
tion of 5 × 107 CFU ml-1. Approximately 100 μl of cell
suspension was infiltrated into 9 week-old Nicotiana
benthamiana leaves using a needle-less syringe. The HR
was observed at 16 hrs after infiltration.
Biofilm quantification and analysis using scanning
electron microscopy
To quantify the amount of biofilm formation using crystal
violet staining, bacterial strains were cultured in 0.5X LB
broth at 28°C in a 24-well plate with a glass cover slip
placed in each well at a 30° angle. After 48 hr incubation,
the bacterial culture was removed from the wells and 10%
crystal violet was added into the wells. After incubation at
28°C for 1 hr, the glass cover slips were rinsed with water,
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lution (40% methanol, 10% glacial acetic acid). The solubi-
lized crystal violet in the elusion solution was quantified
by measuring the OD600 absorbance using a Safire micro-
plate reader (Tecan; Research Triangle Park, NC). The ex-
periment was repeated three times with 12 replicates in
each experiment.
The observation of biofilm formation using scanning
electron microscopy (SEM) was performed as described
previously [39]. Briefly, strains were cultured in 0.5X LB
broth in a 96 well plate with a 300 mesh TEM gold grid
in each well (G300-Au, Electron Microscopy Sciences;
Hatfield, PA). After incubation at 28°C for 48 hr, 100 μl
of paraformaldehyde-gluteraldehyde (2.5% of each com-
pound in 0.1 M sodium cacodylate buffer, Electron Mi-
croscopy Sciences) was added to each well. The mixture
was incubated at 25°C for 1 hr, and grids were dehy-
drated successively in 25, 50, 75, and 90% ethanol for
30 min each and in 100% ethanol three times for
15 min. Grids were then critical point dried using a crit-
ical point drier (Balzers CPD; Lichtenstein) and mounted
on aluminum mounting stubs (Electron Microscopy Sci-
ences). Samples were then coated with osmium using a
pure osmium coater (Neoc-an; Meiwa Shoji Co. Ltd.,
Japan). Images were taken on a JEOL 6400 V scanning
electron microscope (Japan Electron Optics Laborator-
ies) equipped with an LaB6 emitter (Noran EDS) using
analySIS software (Soft Imaging System; GmbH).
Results
Identification of Hfq-dependent sRNAs by RNA-seq
To identify Hfq-dependent sRNAs, Illumina deep se-
quencing (RNA-seq) was performed to identify small
intergenic RNA transcripts whose expression was re-
duced in the absence of hfq. Wild type E. amylovora
Ea1189 and the deletion mutant Ea1189Δhfq were cul-
tured for 6 and 12 hr in Hrp-inducing minimal medium,
conditions that induce the expression of T3SS and other
virulence genes [5]. Total bacterial RNA was isolated
from Ea1189 6 hr, Ea1189 12 hr, Ea1189Δhfq 6 hr and
Ea1189Δhfq 12 hr. Small RNAs ranging from 50 - 350 nt
were enriched from the total RNAs and sequenced by
the Illumina HiSeq 2000 system. A total of 213 million
50-nt paired reads were obtained. Of these reads, a total
of 199 million reads passed quality control and were
used for mapping to the genome of E. amylovora ATCC
49964, and 148 million reads were successfully mapped.
From these, 78 million were excluded as alignments
showed that they mapped to already annotated rRNA or
tRNA genes. The remaining reads (Ea1189 6 hr, 22 mil-
lion; Ea1189 12 hr, 9 million; Ea1189Δhfq 6 hr, 32 mil-
lion; Ea1189Δhfq 12 hr, 7 million) were used for the
identification of sRNAs in the intergenic regions in the
genome of E. amylovora.We searched for small transcripts that aligned to inter-
genic regions of the E. amylovora genome, with signifi-
cantly reduced expression in Ea1189Δhfq 6 hr and
Ea1189Δhfq 12 hr compared to Ea1189 6 hr and Ea1189
12 hr, respectively. The candidate intergenic transcripts
were further inspected manually to exclude transcripts
that were extensions from the adjacent ORFs. Transcripts
that contain ORFs, riboswitches, and transcriptional
regulatory structures such as Jumpstart structures and
Phe leaders were also excluded. The remaining inter-
genic transcripts were annotated as candidate Hfq-dependent
sRNAs. A total of 38 candidate Hfq-dependent sRNAs
were identified (Table 1, Figure 1A). These sRNAs ranged
from 54 to 244 nt with a median size of 110 nt and aver-
age size of 118 nt (Figure 1B).
Among all 38 putative sRNAs, 8 sRNAs (Spf, MicM,
RprA, RyhB, MicA, GcvB, OmrAB, ArcZ) were identified
in E. amylovora from a previous computational search
based on sequence homology with known E. coli sRNAs
[39]. We designated the other 30 sRNAs identified from
this study as Hrs (Hfq-regulated small) RNAs. To deter-
mine if any of these sRNAs were novel sRNAs, sequences
of the 30 sRNAs were compared against the Rfam data-
base [51]. Orthologs of four E. amylovora sRNAs from
this study (Hrs5, Hrs8, Hrs12 and Hrs15) were identified
in the Rfam database (RybB, RyeB, MicF and RyhB, re-
spectively, Table 1). Of note, the sequences of RyhB
(140 nt), identified previously, and Hrs15 (135 nt) were
aligned and shown to be 73% identical (data not shown).
The remaining 26 sRNAs are novel sRNAs identified for
the first time. Rho-independent terminator sequences
were also searched at the 3’ end of the sRNAs, and 21 of
the 38 sRNAs contained typical Rho-independent termin-
ator sequences with GC-rich stem-loop structure and
oligo-Us whereas the remaining 17 sRNAs did not contain
typical Rho-independent terminators.
The abundance of sRNAs in the pools from Ea1189
6 hr, Ea1189 12 hr, Ea1189Δhfq 6 hr and Ea1189Δhfq
12 hr was quantified based on the reads of deep sequencing
using Artemis (Table 2). All sRNAs identified showed sig-
nificant reductions in abundance in Ea1189Δhfq compared
with Ea1189 at both 6 hr and 12 hr (Table 2, Figure 1A).
To validate the accuracy of the RNA abundance deter-
mined by RNA-seq, the RNA amount of GcvB in Ea1189
6 hr, Ea1189 12 hr, Ea1189Δhfq 6 hr, and Ea1189Δhfq 12 hr
was measured by Northern blot analysis (Figure 1C). Con-
sistent with the RNA-seq result, GcvB was only detected
in Ea1189 but not in Ea1189Δhfq at both 6 hr and 12 hr
after induction (Figure 1C). In addition, a 14.2-fold in-
crease of GcvB RNA was detected in Ea1189 12 hr com-
pared to its amount at 6 hr (Figure 1C), which is similar
to an 8.7-fold induction (9823 reads in Ea1189 6 hr com-
pared to 85272 reads in Ea1189 12 hr, Table 2) detected by
RNA-seq. These results indicate that the quantification of
Table 1 sRNA-encoding genes in Erwinia amylovora identified by RNA-seq




spf (spot42) + 52654 52816 163 polA/engB > > < RF00021 (3.2E-25) Yes NT Yes 12.5 7.2
hrs1 + 130070 130143 74 cpxP/fief > > > N/A Yes Yes No 21.2 13.9
hrs2 + 245012 245077 66 metE/ysgA > > < N/A Yes NT No 8.5 4.5
hrs3 + 834512 834619 108 EAM0472/EAM0473 < > < N/A Yes NT No 33.3 0.0
micM (sroB) + 1149210 1149296 87 EAM1042/EAM1043 < > < RF00368 (7.5E-10) Yes NT Yes 10.0 0.0
hrs4 - 1252343 1252249 95 mtr/fur > < < Yes NT No 86.9 76.4
hrs5 - 1408551 1408436 116 EAM1295/EAM1296 < < < RF00110 (1.2E-10) Yes Yes Yes 1408551 15.9 10.8
rprA - 1771945 1771835 111 ppsA/EAM1647 > < < RF00034 (1.9E-12) Yes Yes Yes 2.5 5.5
hrs6 (rmaA) + 1783452 1783564 113 sufE/lpp > > < N/A Yes Yes Yes 76.7 50.4
hrs7 - 1964168 1964063 78 palI/EAM1824 < < < N/A Yes NT No 8.7 0.0
ryhB - 1981794 1981655 140 pspF/sapA > < > RF00057 (6.9E-13) Yes Yes Yes 2.7 2.1
hrs8 - 2132995 2132831 165 EAM1984/EAM1985 < < < RF00111 (1.1E-24) Yes Yes Yes 2132931 24.2 15.2
hrs9 - 2315585 2315491 95 EAM2160/galE < < < RF01707 (2.5E-11) Yes Yes No 2315684;
2315585
29.6 39.2
hrs10 + 2356621 2356768 148 EAM2188/EAM2189 > > > N/A Yes Yes Yes 2356641 24.0 42.1
hrs11 - 2399219 2399091 129 spr/rtn > < > N/A Yes ND Yes 2399299 18.6 29.2
hrs12 + 2438083 2438169 87 ompC/EAM2260 < > > RF00033 (6.3E-3) Yes Yes Yes 2438075 3.5 5.2
hrs13 - 2610835 2610754 82 ansP/EAM2411 < < < N/A Yes Yes Yes 0.3 11.2
micA + 2872049 2872162 114 luxS/gshA < > < RF00078 (5.6E-13) Yes NT Yes 68.5 26.3
gcvB + 2962739 2962947 209 gcvA/EAM2720 < > < RF00022 (3.4E-33) Yes Yes No 2.1 0.5
omrAB - 3009426 3009347 80 EAM2752/EAM2753 < < > RF00079 (1.4E-14) Yes Yes Yes 28.0 4.8
arcZ (ryhA) + 3399347 3399550 204 mtgA/arcB < > < RF00081 (8.4E-16) Yes Yes Yes 3.1 1.6
hrs15 - 3573610 3573476 135 EAM3277/EAM3278 < < > RF00057 (5.0E-13) Yes NT Yes 5.9 6.3
hrs16 + 3790560 3790675 116 EAM3469/EAM3470 > > > N/A Yes NT No 0.0 0.0
hrs17 + 83003 83246 244 EAM0051/EAM0052 < > > N/A No NT No 31.1 18.2
hrs18 + 500345 500429 85 dcuA/aspA < > < N/A No NT No 51.0 36.5
hrs19 + 1119874 1119949 76 EAM1011/EAM1012 < > < N/A No Yes No 57.4 73.3
hrs20 - 1212602 1212522 81 EAM1116/EAM1117 > < > N/A No NT Yes 16.5 42.9
hrs21 - 1267525 1267392 134 gltA/sdhC < < > N/A No Yes Yes 1267597;
1267524
10.9 2.2
hrs23 + 1767030 1767167 138 hmuS/EAM1643 < > < N/A No NT No 38.1 62.1
hrs24 - 1794862 1794772 91 EAM1664/EAM1665 < < > N/A No NT No 2.4 0.0




















Table 1 sRNA-encoding genes in Erwinia amylovora identified by RNA-seq (Continued)
hrs26 - 1909866 1909756 111 pepT/EAM1768 > < < N/A No NT No 11.1 3.3
hrs27 + 1922305 1922405 101 EAM1774/fnr < > > N/A No Yes Yes 0.0 0.0
hrs28 - 1929971 1929863 109 EAM1781/ydgI > < > N/A No NT No 5.0 3.4
hrs29 + 2391802 2392008 207 nfo/fruA > > < N/A No NT Yes 13.3 28.6
hrs30 + 2493229 2493312 84 EAM2298/EAM2299 < > < N/A No NT No 59.1 44.6
hrs31 - 2556693 2556613 81 ccmA/EAM2395 < < > N/A No Yes Yes 65.2 3.5
hrs32 + 2649467 2649520 54 EAM2427/EAM2428 < > < N/A No NT No 40.0 69.2
hrs33 - 2857326 2857206 121 EAM2616/EAM2617 > < > N/A No NT No 58.5 50.0
hrs34 - 3356002 3355930 73 EAM3063/EAM3064 < < > N/A No NT Yes 18.2 46.7
aGene names of E. amylovora sRNAs.
bThe strand (+:clockwise; -:counterclockwise strand of the chromosome) that the sRNA is encoded.
cGenome locations of the sRNA genes.
dPutative sizes of the sRNAs detected by deep sequencing.
eFlanking genes of the intergenic region in which the sRNA is encoded.
fThe orientation of the flanking genes and sRNA gene (middle).
gThe Rfam database match. Rfam accession number and E-value are provided if a match was found. N/A means no match found in the Rfam database.
hWhether Rho-independent terminator sequences are present at the 3’ end of the sRNA.
iWhether the expression and size of the sRNA were confirmed by Northern blot. See Figure 2 and [39]. ND: not detected, NT: not tested.
jWhether deletion mutant of the sRNA gene was constructed.
kWhether the transcription start site of the sRNA was mapped by the 5’ RACE assay. The number indicates the nucleotide on the E. amylovora genome from which the transcription of the sRNA starts.
lThe percentage of sRNA depth in Δhfq mutant compared to Ea1189 at 6 hr post-induction in Hrp-inducing MM.























Figure 1 Identification of sRNAs using RNA-seq transcriptomics. (A) Illustration of examples of sRNAs identified by RNA-seq. (B) sRNA length
distribution. The box and whisker plot diagram represents the minimum and maximum size, the median as well as the average sizes of the sRNA
identified. (C) Comparison of the GcvB RNA amount detected by Northern blot and by RNA-seq.
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Table 2 The abundance of sRNAs in E. amylovora Ea1189 detected by RNA-seq
ID Ea1189 6 hr Ea1189 12 hr Δhfq 6 hr Δhfq 12 hr Δhfq/Ea1189 6 hr (%) Δhfq/Ea1189 12 hr (%)
Hrs12 407073a 681297 14094 35583 3.5 5.2
ArcZ (RyhA) 103836 201144 3264 3264 3.1 1.6
Spf (Spot42) 82478 153057 10269 11084 12.5 7.2
Hrs1 80364 20202 17020 2812 21.2 13.9
RprA 58053 87135 1443 4773 2.5 5.5
Hrs4 52345 15295 45505 11685 86.9 76.4
Hrs13 52070 71176 164 7954 0.3 11.2
Hrs31 50706 53460 33048 1863 65.2 3.5
Hrs21 41942 83884 4556 1876 10.9 2.2
Hrs9 29165 27835 8645 10925 29.6 39.2
Hrs5 21112 22620 3364 2436 15.9 10.8
Hrs19 20520 6840 11780 5016 57.4 73.3
Hrs20 19683 26082 3240 11178 16.5 42.9
Hrs11 15222 22059 2838 6450 18.6 29.2
Hrs2 13992 10362 1188 462 8.5 4.5
Hrs6 (RmaA) 13560 13447 10396 6780 76.7 50.4
Hrs17 10980 10736 3416 1952 31.1 18.2
Hrs8 10230 31515 2475 4785 24.2 15.2
GcvB 9823 85272 209 418 2.1 0.5
Hrs10 7400 14060 1776 5920 24.0 42.1
Hrs27 6363 6868 0 0 0.0 0.0
Hrs23 5796 34224 2208 21252 38.1 62.1
RyhB 5180 13580 140 280 2.7 2.1
MicA 4332 11286 2850 2964 65.8 26.3
Hrs18 4165 4420 2125 1615 51.0 36.5
OmrAB 4000 3360 1120 160 28.0 4.8
Hrs24 3822 1001 91 0 2.4 0.0
Hrs29 3105 1449 414 414 13.3 28.6
Hrs34 2409 1095 438 511 18.2 46.7
Hrs15 2295 2160 135 135 5.9 6.3
Hrs28 2180 6431 109 218 5.0 3.4
Hrs33 2057 6292 1210 3146 58.8 50.0
Hrs30 1848 4704 1092 2100 59.1 44.6
Hrs7 1794 1638 156 0 8.7 0.0
Hrs32 1350 6318 540 4374 40.0 69.2
Hrs26 999 666 111 22 11.1 3.3
MicM (SroB) 870 435 87 0 10.0 0.0
Hrs25 739 757 178 89 24.1 11.8
Hrs16 696 348 0 0 0.0 0.0
Hrs3 324 324 108 0 33.3 0.0
aThe abundance (per base depth) = the total number of reads aligned to the sRNA gene/the length of the sRNA gene.
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accurate and reliable.
Identification of Hfq-dependent sRNAs by Rho-independent
terminator search
Rho-independent terminators are often considered as
landmarks for the computational identification of Hfq-
dependent sRNAs in bacterial genomes [52]. We per-
formed an independent search for Hfq-dependent sRNAs
by first mapping all the Rho-independent terminators lo-
cated within intergenic regions, and then identifying
sRNAs by detecting short-length transcriptional activity
upstream of any of these terminators. To map the Rho-
independent terminators, first, we compared sequences of
the last 35 nucleotides (Rho-independent terminator se-
quences) of eight confirmed sRNAs in E.amylovora (Spf,
MicM, RprA, RyhB, MicA, GcvB, OmrAB, ArcZ). Se-
quence alignment did not reveal any sequence conserva-
tion of the Rho-independent terminators of the eight
sRNAs (data not shown). However, some common char-
acteristics were observed among all the terminator se-
quences: containing at least 6 oligo-Us at the 3’ end;
containing at least 4 G + Cs in the last 6 nucleotides im-
mediately upstream of the oligo-Us; containing at least
50% G +Cs in the last 25 nucleotides immediately up-
stream of the oligo-Us; and containing stem-loop RNA
secondary structures in the GC-rich sequences upstream
of oligo-Us.
With these characteristics, we performed a genome-
wide search for putative Rho-independent terminators in
the genome of E. amylovora ATCC 49964. Using bio-
informatics approaches, 117 putative Rho-independent
terminators were identified (Additional file 1: Table S2).
Next, we examined if transcriptional activity was present
upstream of these Rho-independent terminators using
the RNA-seq data. The majority (60%) of these putative
terminators showed transcriptional activity immediately
upstream which stopped at the terminator sequences, sug-
gesting that these sequences are actual Rho-independent
terminators (Additional file 1: Table S2). A total of 23
Rho-independent terminators identified in this search
showed transcriptional activity within 300 nt immediately
upstream of the terminators in the intergenic regions, with
reduced abundance in Ea1189Δhfq 6 hr and 12 hr com-
pared to Ea1189 6 hr and 12 hr (Additional file 1: Table S2).
These 23 transcripts were selected as potential Hfq-
dependent sRNAs.
We compared the 23 sRNAs identified in this search
with the 38 sRNAs identified from the RNA-seq experi-
ment. Our results showed that 21 of the 23 Hfq-
dependent sRNAs identified in the terminator search
were also identified in the deep sequencing search. Two
sRNAs (Hrs3 and Hrs16) were not identified in the
RNA-seq search, because of low RNA abundance. Theseresults suggest that the bioinformatics prediction of Rho-
independent terminators is a good complementary guide-
line for the identification of Hfq-dependent sRNAs. The
fact that most sRNAs identified in the Rho-independent
terminator search were also identified in the deep sequen-
cing search also indicates that the identification of sRNAs
by deep sequencing is accurate. In combination with
RNA-seq and Rho-independent terminator searches, a
total number of 40 candidate sRNAs (38 from RNA-seq
search and 2 from the Rho-independent terminator
search) were identified (Table 1).
Validation of the expression and sizes of sRNAs by
Northern blot
To validate the expression and confirm the size of the
sRNAs identified by RNA-seq, 13 novel sRNAs, including
9 sRNAs with and 4 sRNAs without Rho-independent ter-
minators, were analyzed by Northern blot. The expression
of 12 sRNAs was detected (Figure 2), and one sRNA,
Hrs11, was not detected (data not shown). In addition,
consistent with deep sequencing observations, significantly-
reduced expression of most sRNAs was observed in
Ea1189Δhfq compared with Ea1189 (Figure 2). Our results
also showed that the sizes of sRNAs determined by Northern
blot are approximately the same as those determined by
RNA-seq, with one exception being the sRNA Hrs8,
whose major transcript detected by Northern blot is
smaller than the size determined by RNA-seq (Table 1
and Figure 2).
Validation of the transcriptional start sites of sRNAs by
5’RACE
Next, we performed a 5’ RACE assay to validate the
transcriptional start sites of 8 sRNA-encoding genes de-
termined by RNA-seq, and the transcriptional start sites
of 7 sRNAs were successfully mapped (Table 1). Of these,
5 sRNAs (Hrs5, Hrs8, Hrs10, Hrs11, and Hrs12) only
showed one major transcriptional start site whereas two
sRNAs (Hrs9 and Hrs21) showed two transcriptional start
sites (Table 1). Similar transcriptional start sites (within
10 bp) of Hrs5, Hrs9, Hrs12 and Hrs21 were determined
by 5’ RACE assay compared to the ones determined by
deep sequencing assay. The transcriptional start sites of
other sRNAs (Hrs8, Hrs10, and Hrs11) determined by 5’
RACE were 20-80 nt upstream of the sites determined by
RNA-seq.
Sequence conservation of the Hfq-dependent sRNAs
To determine the sequence conservation of the Hfq-
dependent sRNAs identified in E. amylovora, 20 bacterial
genomes from four families of Gamma Proteobacteria,
including 15 Enterobacteriaceae species, three Pseudo-
monadaceae species, one Vibrionaceae species and one
































Figure 2 Northern blot detection of the sRNAs in Ea1189 and
Ea1189Δhfq at 6 and 12 hrs post-inoculation in Hrp-inducing
minimal medium. 5S rRNA was used as the loading control. A
biotin-labeled RNA marker was used to estimate the sizes of the
sRNAs. sRNA Hrs5, Hrs6, Hrs8, Hrs10, Hrs12, Hrs13, Hrs19, Hrs27 have
only one major band whereas sRNA Hrs1, Hrs9, Hrs21, and Hrs31
have two major bands.
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tion scores were calculated by Blast search, clustered, and
depicted by Java tree view. Based on the sequence conser-
vation, the 40 sRNAs identified in E. amylovora could be
clustered into three groups (Figure 3). Group 1, including
11 sRNAs (ArcZ, GcvB, Hrs15, Hrs5, RyhB, Hrs7, RprA,
MicA, Spf, OmrAB and Hrs6), is conserved among most
Enterobacteriaceae species examined. Among them, 7
sRNAs (ArcZ, GcvB, Hrs15, RyhB, Hrs7, Spf, and Hrs6),
were conserved in all Enterobacteriaceae. Group 2, includ-
ing 16 sRNAs (Hrs1, Hrs20, Hrs23, Hrs25, Hrs13, Hrs10,
Hrs12, Hrs18, Hrs21, Hrs24, Hrs28, Hrs2, SroB, Hrs8,
Hrs32, and Hrs9), is conserved in the Erwinia genus, but
not in other Enterobacteriaceae species. All 16 sRNAs in
group 2 are conserved in E. amylovora and the related
plant pathogen E. pyrifoliae, and 14 of them are conserved
in E. amylovora, E. pyrifoliae, and another related patho-
gen Erwinia sp. Ejp617 [53] (Figure 3). Eleven and three
group 2 sRNAs are also conserved in the non-pathogenic
plant epiphytes E. tasmaniensis and E. billingiae, respect-
ively. Group 3, including the other 13 sRNAs, is mostly
only conserved in E. amylovora (Figure 3).
sRNA expression profile at 6 and 12 hour of induction in
Hrp-inducing minimal medium
Next, we determined how the expression of sRNAs chan-
ged following incubation of test strains in Hrp-inducing
minimal medium, a medium that mimics the plant envir-
onment and induces the expression of T3SS and other
virulence genes [5]. A sRNA distribution graph was gener-
ated by calculating and displaying the percentage of reads
of each individual sRNA against the total reads of all sRNAs
in Ea1189, at 6 and 12 hours post-inoculation (Figure 4 and
Additional file 1: Table S3). Total sRNA reads increased
from 1381341 at 6 hr to 1908049 at 12 hr. The most abun-
dant sRNA at both time points was Hrs12 (29.5% of the
total at 6 hr and 35.7% at 12 hr), and the least abundant
sRNA is Hrs3 (0.02% at 6 hr and 0.02% at 12 hr). The 12
most abundant sRNAs comprised more than 80% of the
total sRNAs. Comparing to the early induction at 6 hrs,
the proportion of each sRNA in the total sRNAs at late
stage of induction at 12 hrs also changed. Among the
most abundant 12 sRNAs, 6 sRNAs (GcvB, Hrs21, AcrZ,
Spf, Hrs12, and RprA) showed increased expression (6.3,
1.5, 1.4, 1.3, 1.2, and 1.1 fold, 12 hr/6 hr, respectively). The
other 4 sRNAs (Hrs13, Hrs31, Hrs4, and Hrs1) showed
0 0.5 1
Figure 3 The nucleotide sequence conservation of the 40 E. amylovora Hfq-regulated sRNAs among 21 bacterial species. Red indicates
high nucleotide conservation and black indicates low conservation. Clustering of the sRNAs and bacterial species was done using Cluster 3.0 with
centroid linkage.
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decrease, 12 hr/6 hr, respectively).
Virulence of 15 sRNA mutants
In our previous report, deletion of the hfq gene led to
significantly reduced virulence in E. amylovora [39]. To
test if any Hfq-dependent sRNAs contribute to the viru-
lence regulation, we constructed deletion mutants of 15
small RNAs identified in this study (Additional file 1:
Table S1). The virulence of the sRNA mutants was com-
pared with Ea1189 using an immature pear fruit assay.Two mutants, Ea1189ΔT3SS and Ea1189ΔarcZ, a sRNA
mutant that showed significantly reduced virulence in
our previous study [39], were also included as controls.
At 6 days post-inoculation, necrosis and oozing were
observed on pears inoculated with the wild type Ea1189,
whereas no disease symptoms and reduced disease symp-
toms were observed on pears inoculated with Ea1189ΔT3SS
and Ea1189ΔarcZ, respectively. Compared to the wild type
Ea1189, most sRNA mutants did not show any significant
difference in virulence (Figure 5). However, the virulence
of one sRNA mutant, Ea1189Δhrs21, was significantly at-











































































































Figure 4 The expression profile of Hfq-regulated sRNAs in Ea1189 at 6 and 12 hrs of post-inoculation in Hrp-inducing minimal
medium. The percentage of the reads of each individual sRNA in comparison to the total sRNA reads is depicted by bars with
various colors.
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motility
The sRNA chaperone Hfq positively controls motility in
E. amylovora [39]. To investigate if this positive regulation
is through any Hfq-dependent sRNAs, the swimming mo-
tility of 21 sRNA mutants was tested on soft agar plates
(Figure 6A). The wild-type Ea1189 was motile on the softA
B
Figure 5 Virulence of E. amylovora and the sRNA deletion mutants. (A
immature pears at 5 day post-inoculation. (B) Average lesion diameters of im
sRNA deletion mutants of Ea1189. Sample means were compared by an analy
different letters indicates that the means were significantly different (P<0.05).agar plate within 17 hr post-inoculation, whereas the
motility of Ea1189Δhfq was greatly reduced compared
to Ea1189. Similar to Ea1189Δhfq, the motility of three
sRNA mutants, Ea1189Δhrs6, Ea1189ΔomrAB, and
Ea1189ΔarcZ, was significantly reduced. The reduced mo-
tility was able to be complemented (Figure 6C, the com-
plementation of Ea1189ΔarcZ was reported in a different) Virulence of Ea1189, Ea1189ΔT3SS, and sRNA deletion mutants in
mature pears inoculated with Ea1189, Ea1189ΔT3SS and the indicated
sis of variance and separated using the Student t test. The presence of
Figure 6 Swimming motility and amylovoran production of wild type Ea1189 and the deletion mutants of sRNAs in Ea1189. (A) Motility
(diameters measured at 17 hrs post-inoculation). (B) Amylovoran production measured at 36 hrs post-inoculation in MBMA medium, by CPC
assay. (C) Swimming motility of Ea1189, Ea1189ΔomrAB, Ea1189Δhrs6, as well as Ea1189ΔomrAB and Ea1189Δhrs6 carrying complementation plasmids
pMLomrAB and pMLhrs6. (D) Amylovoran production of Ea1189, Ea1189ΔomrAB, Ea1189Δhrs6, as well as Ea1189ΔomrAB and Ea1189Δhrs6 carrying
complementation plasmids pMLomrAB and pMLhrs6. Asterisks indicate significant difference (P< 0.05) compared to Ea1189.
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positively control motility in E. amylovora in conjunction
with the RNA chaperone Hfq.
ArcZ positively controls amylovoran production, whereas
Hrs6 and OmrAB negatively control amylovoran
production
The sRNA chaperone Hfq positively regulates amylo-
voran production in E. amylovora [39]. We screened 21
sRNA mutants for mutants with altered amylovoran
production (Figure 6B). Similar to the reduction in amy-
lovoran production in Ea1189Δhfq, the amylovoran pro-
duction of Ea1189ΔarcZ was also reduced compared to
Ea1189. However, increased amylovoran production was
observed in two sRNA mutants, Ea1189Δhrs6 and
Ea1189ΔomrAB. The altered amylovoran production inEa1189Δhrs6, Ea1189ΔomrAB, and Ea1189ΔarcZ was able
to be complemented (Figure 6D and data not shown).
This suggests that ArcZ positively controls amylovoran
production similar to the RNA chaperone Hfq, whereas
Hrs6 and OmrAB negatively control amylovoran produc-
tion in E. amylovora.
ArcZ is an important regulator of the type III secretion
system
The Ea1189Δhfq mutant failed to elicit a hypersensitive
response (HR) when injected into leaves of the non-host
Nicotiana benthamiana, suggesting that Hfq is required
for the normal function of the type III secretion system
[39]. To understand if the regulation of the T3SS by Hfq
is through any of the sRNAs identified in this study, 21
mutants of Hfq-dependent sRNAs were tested for the
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mutant Ea1189ΔarcZ also showed a significantly-reduced
HR (Figure 7). The reduced HR was able to be restored to
the wild type level by complementation. This suggests that
the sRNA ArcZ is required for the normal function of the
T3SS, similar to its chaperone Hfq.
ArcZ controls bacterial attachment and biofilm formation
In our previous report, we demonstrated that Hfq controls
attachment and biofilm formation in E. amylovora [39].
To identify sRNAs that control biofilm formation, the bio-
film formation of the sRNA mutants was determined
using a crystal violet staining assay. Similar to Ea1189Δhfq,
Ea1189ΔarcZ formed an increased amount of biofilm on
glass cover slips compared to Ea1189 after 48 hr of incuba-
tion (Figure 8A). When examined using electron micros-
copy, mature biofilm formation was observed in Ea1189
(Figure 8B). However, the majority of cells of Ea1189ΔarcZ
and Ea1189Δhfq observed were solitary, non-aggregated
cells attaching to the grid surface (Figure 8B). Fewer cell
aggregates with less complex structures were observed
in Ea1189ΔarcZ and Ea1189Δhfq compared to Ea1189
(Figure 8B). This suggests that similar to Hfq, ArcZ also
promotes aggregation while repressing attachment.
Discussion
In this study, we identified 40 candidate Hfq-dependent
sRNAs in the plant pathogen E. amylovora and further
demonstrated that four of them regulated various viru-
lence traits including motility, amylovoran EPS produc-
tion, biofilm formation, and the T3SS. Although sRNAs
have been increasingly recognized as pivotal regulators
in bacteria, genome-wide identification of sRNAs has onlyFigure 7 Hypersensitive response (HR) elicited by E. amylovora
Ea1189, Ea1189ΔarcZ, Ea1189Δhfq, Ea1189ΔT3SS, Ea1189Δams,
as well as Ea1189ΔarcZ and Ea1189Δhfq carrying
complementation plasmids pMLarcZ and pMLhfq. Bacterial
strains (1 × 107 CFU ml-1) were infiltrated into Nicotiana benthamiana
leaves and the HR was observed at 20 hr post-infiltration.been performed in a limited number of bacteria. In plant
pathogens in particular, sRNA identification using deep
sequencing methods has been reported in only three bac-
terial species prior to this study. In a transcriptome ana-
lysis of Pseudomonas syringae, transcription of 19 of the
21 non-coding RNAs predicted by Rfam database was de-
tected [22], and three previously unannotated non-coding
RNAs (psr1, psr2, and psr3) were also discovered. In
Xanthomonas campestris, 23 sRNAs were identified from
a genome-wide transcriptome analysis by deep sequen-
cing, and one sRNA, sX12, was identified as a virulence
regulator [21]. In Agrobacterium tumefaciens, 26 sRNAs
were identified by combining a comparative bioinformat-
ics approach and a deep sequencing approach [23,54].
Compared to these studies which identified trans- and cis-
encoded sRNAs, our work specifically focused on the
identification of the trans- encoded sRNAs that are regu-
lated by the RNA chaperone Hfq. The number of sRNAs
identified in this study, 40, is comparable to the number
of sRNAs identified in the bacterial species mentioned
above and in closely related species such as E.coli (about
107 sRNAs in E. coli K-12, documented in the Rfam
database).
Hfq-dependent sRNAs are a major group of bacterial
sRNAs whose stability and function are dependent on
the RNA chaperone Hfq. The deletion mutant of hfq in
E. amylovora renders pleiotropic phenotypes including
reduced motility and amylovoran production, increased
attachment, disrupted T3 secretion and translocation,
and reduced virulence [39]. This suggests that Hfq, as
the global sRNA chaperone, may interact with multiple
sRNAs that target various mRNAs to control different
aspects of cellular and virulence processes. To test this
hypothesis, we aimed to specifically identify the Hfq-
dependent sRNAs and focus on their expression in Hrp-
inducing minimal medium, a condition that mimics the
in planta environment.
Two independent searches, based on RNA-seq and
Rho-independent terminator prediction, were performed
for the purpose of identifying Hfq-dependent sRNAs.
RNA-seq identifies small, intergenic transcripts whose
stabilities are dependent on Hfq. Although some sRNAs
identified in the deep sequencing contain Rho-independent
terminators, it was not clear whether the RNA-seq method
had identified all sRNAs that possess Rho-independent
terminators. To take the presence of Rho-independent
terminator into consideration and to ensure that all the
sRNAs with Rho-independent terminators are identi-
fied, we performed a second search by first mapping all
of the Rho-independent terminators in the E. amylo-
vora genome, and then identifying sRNA-encoding
genes by detecting short-length transcriptional activity
upstream of the terminators. The combination of the two
searches identified Hfq-dependent sRNAs that possess
Figure 8 Biofilm formation of Ea1189, Ea1189Δhfq, and Ea1189ΔarcZ. (A) Biofilm formation of Ea1189, Ea1189Δhfq, Ea1189ΔarcZ, and
Ea1189ΔarcZ carrying complementation plasmid pMLarcZ on glass cover slips. Bacterial strains were incubated with glass cover slips in static
cultures of 0.5X LB broth. The biofilm formed on the cover slips was stained with crystal violet, and quantified by measuring light absorbance at
OD600. Asterisks indicate significant difference (P < 0.05) compared to Ea1189. (B) Biofilm formation and cell attachment of Ea1189, Ea1189Δhfq,
and Ea1189ΔarcZ on gold grid observed by scanning electron microsope. Images were taken at X1100 magnification.
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tain Rho-independent terminators but depend on Hfq for
their cellular stability.
Rho-independent terminators, which contain potential
Hfq binding sequences, are considered to be important
features of Hfq-dependent sRNAs [13,15]. In this study,
17 of the sRNAs identified did not possess typical Rho-
independent terminators although the abundance of
these sRNAs was reduced in Ea1189Δhfq compared to
Ea1189. Prior to this work, sRNAs whose stabilities are
dependent on the presence of Hfq but do not contain
Rho-independent terminators have been observed in afew bacterial species. For example, 10 sRNAs were identi-
fied by RNA-seq in a study aiming to identify novel
sRNAs in E. coli [24]. The abundance of five of them
(ychE-oppA, ytfL-msrA, glnA-typA, yhcF-yhcG, and yhcC-
gltB) showed significant reduction in an hfq mutant com-
pared to the wild type E. coli. However, none of these five
Hfq-dependent sRNAs possessed Rho-independent termi-
nators [24]. In contrast, Rho-independent terminator
sequences were identified in sRNAs whose stability is
not dependent on Hfq, such as ygfl-yggE; and ynfM-asr.
Similarly, in Yersinia pseudotuberculosis, some sRNAs
whose abundance is Hfq dependent did not contain
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servation, along with previous observations, suggests the
presence of sRNAs whose abundance is Hfq-dependent
yet do not contain typical Rho-independent terminators in
multiple species of the Enterobacteriaceae family. Further
protein-RNA binding assays will elucidate whether Hfq
directly interacts with these sRNAs or if the stabilization
of the sRNAs by Hfq is indirect.
We observed a dynamic re-patterning of Hfq-dependent
sRNAs between 6 and 12 hr induction in Hrp-inducing
MM. In E. amylovora, the expression of key virulence
genes is induced in Hrp-inducing minimal medium, and
expression levels of some of these genes are at different
levels between 6 and 12 hrs after inoculation. The change
of proportion of an sRNA over time in this medium may
indicate its role in modulation of virulence factors. Three
of the sRNAs whose expression increased (AcrZ, RprA
and Hrs21), are also virulence-regulating sRNAs. By in-
creasing their expression in the Hrp-inducing medium,
they may activate virulence-related genes at different tim-
ings or host locations during pathogenesis. In contrast,
the relative abundance of Hrs6 and OmrAB dropped from
2.1% and 0.3% of the total sRNA pool at 6 hr post-
induction to 1.5% and 0.2% at 12 hr post-induction, re-
spectively. We also demonstrated that Hrs6 and OmrAB
promote motility and limit amylovoran production (see
Results). In E. amylovora, motility and amylovoran are
two critical virulence determinants that are expressed at
different stages of infection. Motility is believed to be crit-
ical for the early stage of infection, which enables E. amy-
lovora to move from the stigma of the flower or at wound
sites on leaves into the plants to establish infections. Bio-
film formation is turned on at the later stage of infection
to help E. amylovora to migrate into the xylem and cause
systemic infections, and amylovoran is a critical compo-
nent of biofilms formed by E. amylovora [4]. The fact that
Hrs6 and OmrAB activate motility and repress amylo-
voran production, and that the abundance of Hrs6 and
OmrAB dropped from 6 hr to 12 hr post-induction in
Hrp-inducing minimal medium, suggest that E. amylovora
may use sRNAs such as Hrs6 and OmrAB as a regulatory
mechanism to transit from early to late stages of infection.
Besides the virulence-regulating sRNAs, the re-patterning
of the expression of other sRNAs was also observed. The
expression of GcvB increased the most from 6 hr to 12 hr
(6.3-fold) among all sRNAs. A similar observation was
made in E. coli, where GcvB was barely detectable at 3 hrs
in M9 minimal medium, but was strongly expressed at
8 hrs induction when analyzed by Northern blot [55].
Likewise, the expression dynamics of Hrs5 in E. amylovora
were similar to the expression of the ortholog RybB in E.
coli [56]. Taken together, these observations suggest that
the expression of conserved sRNAs in Enterobacteriaceae
is similar across bacterial species, suggesting that some ofthe functions that these sRNAs possess are conserved
among different species. The re-patterning of sRNA ex-
pression may also decide the regulatory activities of the
sRNAs, since competitions of sRNAs for the availability of
Hfq occurs, and more abundant sRNAs may have better
access of Hfq and exert stronger regulation [57].
From this study and a previous study, we have identi-
fied four sRNAs (ArcZ, Hrs6, OmrAB, RprA) as viru-
lence regulators in E. amylovora, and in some cases have
identified the specific virulence determinants regulated.
OmrAB, ArcZ and Hrs6 were identified as positive regu-
lators of motility in this study. In contrast, OmrAB and
ArcZ were shown to be negative regulators of motility
and FlhDC, the master regulator of motility, in E. coli
[58]. The over-expression of OmrAB and ArcZ led to re-
duced motility on soft agar plates, as well as reduced
translation of flhDC [58]. This suggests that although
OmrAB and ArcZ are motility regulators in both E.
amylovora and E. coli, the regulatory mechanism may be
different.
Hrs6 is a novel Hfq-dependent sRNA that was identi-
fied for the first time, and we demonstrated that Hrs6
inversely controls amylovoran production and motility
in E. amylovora. Although not documented in the Rfam
database, Hrs6 has high sequence conservation in many
Enterobacteriaceae species (Figure 3). Since Hrs6 has
not been previously characterized in other Enterobacte-
riaceae and in light of the functions identified in this
study, here we name it RmaA (Regulator of motility and
amylovoran A). The sequence and function of RmaA
was documented in NCBI, with the accession number
KJ372221. It would be interesting to further characterize
the detailed regulatory mechanism of RmaA on motility
and amylovoran production in E. amylovora, as well as
the regulatory function of RmaA in other Enterobacteri-
aceae species.
ArcZ was identified as a virulence-regulating sRNA in
our previous study [39], and we found in this study that
ArcZ confers pleiotropic regulation on multiple viru-
lence determinants including motility, amylovoran pro-
duction, attachment, biofilm formation, and the type III
secretion system. Our observations that the virulence
regulation repertoire of ArcZ is very similar to that of
the global sRNA chaperone Hfq suggests that ArcZ
could be the most critical virulence regulating sRNA in
E. amylovora. ArcZ was previously described as a posi-
tive regulator of the stationary sigma factor RpoS and a
negative regulator of motility in E. coli [58,59]. It is also
known as a negative regulator of serine uptake, oxidative
stress, and motility in Salmonella [60]. Additionally, ArcZ
is characterized as one of the 34 sRNAs that are not re-
quired for murine virulence in Salmonella enterica [61].
To our knowledge, this is the first report describing the
regulatory mechanism of ArcZ affecting virulence. This
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Conclusions
In summary, we used an experimental method and a com-
putational method and successfully identified candidate
Hfq-dependent sRNAs in the genome of E. amylovora.
These results provide basis for the future characterization
of the functions, evolution and conservation of these sRNAs
in E. amylovora. In addition, multiple Hfq-dependent sRNAs
were demonstrated to control various virulence functions.
This observation, together with our previous finding that
the RNA chaperone Hfq controls multiple virulence fac-
tors [39], suggests that the post-transcriptional regulation
by Hfq and Hfq-dependent sRNAs may play an important
role in virulence modulation in E. amylovora. We also
characterized the motility and amylovoran regulation by a
novel sRNA Hrs6 (renamed to RmaA), which is conserved
in multiple Enterobacteriaceae species but not documented,
for the first time. Finally, we demonstrated that ArcZ,
which has a pleiotropic regulation of all major virulence
factors characterized in E. amylovora so far, might be the
most critical virulence-regulating sRNA in this pathogen.
Additional file
Additional file 1: Table S1. Bacterial strains and plasmids used in this
study and their relevant characteristics. [62,63]. Table S2. Summary of the
Rho-independent terminators identified in the genome of E. amylovora.
Table S3. The percentage of sRNAs in the total sRNA pool in the wild
type Ea1189 at 6 and 12 hrs post induction in Hrp-inducing minimal
medium.
Competing interests
The authors declare no financial, personal, or professional conflicts of
interest.
Authors’ contributions
QZ and GWS conceived the study and designed the experiments, and QZ
performed the experiments except for the RNA-seq experiment, which was
conducted at the MSU RTSF. QZ and GWS wrote the manuscript. Both
authors read and approved the final manuscript.
Authors’ information
QZ is a post-doctoral research associate in the Department of Plant, Soil, and
Microbial Sciences at the Michigan State University. His research interest is in
the post-transcriptional regulation of virulence in plant pathogenic bacteria
using genomics and molecular biology tools as well as developing novel
control methods of bacteria diseases using antisense RNA technology. GWS
is a professor in the Department of Plant, Soil, and Microbial Sciences at the
Michigan State University. His main research interests are in host-pathogen
interactions of plant pathogenic bacteria and the regulation of pathogenesis.
Additional long-term interests include devising sustainable strategies for
controlling bacterial diseases of plants.
Acknowledgements
This research was supported by Project GREEEN, a Michigan plant agriculture
initiative at Michigan State University, and Michigan AgBioResearch. We
thank Alejandro Rojas for the bioinformatics analysis and Rho-independent
terminator search. We also thank Kevin M. Carr for his assistance in
bioinformatics analysis of the RNA-seq data.Received: 4 February 2014 Accepted: 9 May 2014
Published: 31 May 2014References
1. Norelli JL, Jones AL, Aldwinckle HS: Fire blight management in the
twenty-first century: using new technologies that enhance host
resistance in apple. Plant Dis 2003, 87:756–765.
2. Malnoy M, Martens S, Norelli JL, Barny MA, Sundin GW, Smits TH, Duffy B:
Fire blight: applied genomic insights of the pathogen and host. Annu Rev
Phytopathol 2012, 50:475–494.
3. Castiblanco LF, Edmunds AC, Waters CM, Sundin GW: Characterization of
quorum sensing and cyclic-di-GMP signaling systems in Erwinia
amylovora. Phytopathology 2011, 101:S2.2.
4. Koczan JM, McGrath MJ, Zhao Y, Sundin GW: Contribution of Erwinia
amylovora exopolysaccharides amylovoran and levan to biofilm
formation: implications in pathogenicity. Phytopathology 2009,
99(11):1237–1244.
5. McNally RR, Toth IK, Cock PJ, Pritchard L, Hedley PE, Morris JA, Zhao Y,
Sundin GW: Genetic characterization of the HrpL regulon of the fire
blight pathogen Erwinia amylovora reveals novel virulence factors.
Mol Plant Pathol 2012, 13(2):160–173.
6. Oh CS, Kim JF, Beer SV: The Hrp pathogenicity island of Erwinia
amylovora and identification of three novel genes required for
systemic infectiondouble dagger. Mol Plant Pathol 2005,
6(2):125–138.
7. Wang D, Korban SS, Pusey PL, Zhao Y: Characterization of the RcsC sensor
kinase from Erwinia amylovora and other Enterobacteria. Phytopathology
2011, 101(6):710–717.
8. Zhao Y, Blumer SE, Sundin GW: Identification of Erwinia amylovora genes
induced during infection of immature pear tissue. J Bacteriol 2005,
187(23):8088–8103.
9. Zhao Y, Wang D, Nakka S, Sundin GW, Korban SS: Systems level analysis of
two-component signal transduction systems in Erwinia amylovora: role
in virulence, regulation of amylovoran biosynthesis and swarming
motility. BMC Genomics 2009, 10:245.
10. Edmunds AC, Castiblanco LF, Sundin GW, Waters CM: Cyclic Di-GMP
modulates the disease progression of Erwinia amylovora. J Bacteriol
2013, 195(10):2155–2165.
11. Wei Z, Kim JF, Beer SV: Regulation of hrp genes and type III protein
secretion in Erwinia amylovora by HrpX/HrpY, a novel
two-component system, and HrpS. Mol Plant Microbe Interact 2000,
13(11):1251–1262.
12. Frohlich KS, Vogel J: Activation of gene expression by small RNA.
Curr Opin Microbiol 2009, 12(6):674–682.
13. Gottesman S, Storz G: Bacterial small RNA regulators: versatile roles
and rapidly evolving variations. Cold Spring Harb Perspect Biol 2011,
3:a003798.
14. Storz G, Vogel J, Wassarman KM: Regulation by small RNAs in bacteria:
expanding frontiers. Mol Cell 2011, 43(6):880–891.
15. Vogel J, Luisi BF: Hfq and its constellation of RNA. Nat Rev Microbiol 2011,
9(8):578–589.
16. Backofen R, Hess WR: Computational prediction of sRNAs and their
targets in bacteria. RNA Biol 2010, 7(1):33–42.
17. Pichon C, Felden B: Small RNA gene identification and mRNA target
predictions in bacteria. Bioinformatics 2008, 24(24):2807–2813.
18. Huttenhofer A, Vogel J: Experimental approaches to identify non-coding
RNAs. Nucleic Acids Res 2006, 34(2):635–646.
19. van Vliet AH: Next generation sequencing of microbial
transcriptomes: challenges and opportunities. FEMS Microbiol Lett
2010, 302(1):1–7.
20. Sorek R, Cossart P: Prokaryotic transcriptomics: a new view on regulation,
physiology and pathogenicity. Nat Rev Genet 2010, 11(1):9–16.
21. Schmidtke C, Findeiss S, Sharma CM, Kuhfuss J, Hoffmann S, Vogel J, Stadler PF,
Bonas U: Genome-wide transcriptome analysis of the plant pathogen
Xanthomonas identifies sRNAs with putative virulence functions. Nucleic
Acids Res 2012, 40(5):2020–2031.
22. Filiatrault MJ, Stodghill PV, Bronstein PA, Moll S, Lindeberg M, Grills G,
Schweitzer P, Wang W, Schroth GP, Luo S, Khrebtukova I, Yang Y,
Thannhauser T, Butcher BG, Cartinhour S, Schneider DJ:
Transcriptome analysis of Pseudomonas syringae identifies new
Zeng and Sundin BMC Genomics 2014, 15:414 Page 19 of 19
http://www.biomedcentral.com/1471-2164/15/414genes, noncoding RNAs, and antisense activity. J Bacteriol 2010,
192(9):2359–2372.
23. Wilms I, Overloper A, Nowrousian M, Sharma CM, Narberhaus F: Deep
sequencing uncovers numerous small RNAs on all four replicons of
the plant pathogen Agrobacterium tumefaciens. RNA Biol 2012,
9(4):446–457.
24. Raghavan R, Groisman EA, Ochman H: Genome-wide detection of novel
regulatory RNAs in E. coli. Genome Res 2011, 21(9):1487–1497.
25. Shinhara A, Matsui M, Hiraoka K, Nomura W, Hirano R, Nakahigashi K,
Tomita M, Mori H, Kanai A: Deep sequencing reveals
as-yet-undiscovered small RNAs in Escherichia coli. BMC Genomics
2011, 12:428.
26. Hershberg R, Altuvia S, Margalit H: A survey of small RNA-encoding genes
in Escherichia coli. Nucleic Acids Res 2003, 31(7):1813–1820.
27. Kroger C, Dillon SC, Cameron AD, Papenfort K, Sivasankaran SK,
Hokamp K, Chao Y, Sittka A, Hebrard M, Handler K, Colgan A,
Leekitcharoenphon P, Langridge GC, Lohan AJ, Loftus B, Lucchini S,
Ussery DW, Dorman CJ, Thomson NR, Vogel J, Hinton JCD: The
transcriptional landscape and small RNAs of Salmonella enterica
serovar Typhimurium. Proc Natl Acad Sci U S A 2012,
109(20):E1277–E1286.
28. Koo JT, Alleyne TM, Schiano CA, Jafari N, Lathem WW: Global discovery of
small RNAs in Yersinia pseudotuberculosis identifies Yersinia-specific small,
noncoding RNAs required for virulence. Proc Natl Acad Sci U S A 2011,
108(37):E709–E717.
29. Gomez-Lozano M, Marvig RL, Molin S, Long KS: Genome-wide
identification of novel small RNAs in Pseudomonas aeruginosa. Environ
Microbiol 2012, 14(8):2006–2016.
30. Papenfort K, Vogel J: Regulatory RNA in bacterial pathogens. Cell Host
Microbe 2010, 8(1):116–127.
31. Bardill JP, Hammer BK: Non-coding sRNAs regulate virulence in the
bacterial pathogen Vibrio cholerae. RNA Biol 2012, 9(4):392–401.
32. Bradley ES, Bodi K, Ismail AM, Camilli A: A genome-wide approach to
discovery of small RNAs involved in regulation of virulence in Vibrio
cholerae. PLoS Pathog 2011, 7(7):e1002126.
33. Hammer BK, Bassler BL: Regulatory small RNAs circumvent the
conventional quorum sensing pathway in pandemic Vibrio cholerae. Proc
Natl Acad Sci U S A 2007, 104(27):11145–11149.
34. Lenz DH, Mok KC, Lilley BN, Kulkarni RV, Wingreen NS, Bassler BL: The
small RNA chaperone Hfq and multiple small RNAs control
quorum sensing in Vibrio harveyi and Vibrio cholerae. Cell 2004,
118(1):69–82.
35. Svenningsen SL, Tu KC, Bassler BL: Gene dosage compensation calibrates
four regulatory RNAs to control Vibrio cholerae quorum sensing. EMBO J
2009, 28(4):429–439.
36. Moon K, Gottesman S: A PhoQ/P-regulated small RNA regulates
sensitivity of Escherichia coli to antimicrobial peptides. Mol Microbiol 2009,
74(6):1314–1330.
37. Pfeiffer V, Sittka A, Tomer R, Tedin K, Brinkmann V, Vogel J: A small
non-coding RNA of the invasion gene island (SPI-1) represses outer
membrane protein synthesis from the Salmonella core genome. Mol
Microbiol 2007, 66(5):1174–1191.
38. Wadler CS, Vanderpool CK: Characterization of homologs of the
small RNA SgrS reveals diversity in function. Nucleic Acids Res 2009,
37(16):5477–5485.
39. Zeng Q, McNally RR, Sundin GW: Global small RNA chaperone Hfq and
regulatory small RNAs are important virulence regulators in Erwinia
amylovora. J Bacteriol 2013, 195(8):1706–1717.
40. Chao Y, Vogel J: The role of Hfq in bacterial pathogens. Curr Opin
Microbiol 2010, 13(1):24–33.
41. Sittka A, Pfeiffer V, Tedin K, Vogel J: The RNA chaperone Hfq is essential
for the virulence of Salmonella typhimurium. Mol Microbiol 2007,
63(1):193–217.
42. Wilms I, Moller P, Stock AM, Gurski R, Lai EM, Narberhaus F: Hfq
influences multiple transport systems and virulence in the plant
pathogen Agrobacterium tumefaciens. J Bacteriol 2012,
194(19):5209–5217.
43. Huynh TV, Dahlbeck D, Staskawicz BJ: Bacterial blight of soybean:
regulation of a pathogen gene determining host cultivar specificity.
Science 1989, 245(4924):1374–1377.44. Sebaihia M, Bocsanczy AM, Biehl BS, Quail MA, Perna NT, Glasner
JD, DeClerck GA, Cartinhour S, Schneider DJ, Bentley SD, Parkhill J,
Beer SV: Complete genome sequence of the plant pathogen
Erwinia amylovora strain ATCC 49946. J Bacteriol 2010,
192(7):2020–2021.
45. Rutherford K, Parkhill J, Crook J, Horsnell T, Rice P, Rajandream MA, Barrell B:
Artemis: sequence visualization and annotation. Bioinformatics 2000,
16(10):944–945.
46. Zeng Q, Ibekwe AM, Biddle E, Yang CH: Regulatory mechanisms of
exoribonuclease PNPase and regulatory small RNA on T3SS of Dickeya
dadantii. Mol Plant Microbe Interact 2010, 23(10):1345–1355.
47. de Hoon MJ, Imoto S, Nolan J, Miyano S: Open source clustering software.
Bioinformatics 2004, 20(9):1453–1454.
48. Saldanha AJ: Java Treeview–extensible visualization of microarray data.
Bioinformatics 2004, 20(17):3246–3248.
49. Datsenko KA, Wanner BL: One-step inactivation of chromosomal genes in
Escherichia coli K-12 using PCR products. Proc Natl Acad Sci U S A 2000,
97(12):6640–6645.
50. Bellemann P, Bereswill S, Berger S, Geider K: Visualization of capsule
formation by Erwinia amylovora and assays to determine amylovoran
synthesis. Int J Biol Macromol 1994, 16(6):290–296.
51. Burge SW, Daub J, Eberhardt R, Tate J, Barquist L, Nawrocki EP, Eddy SR,
Gardner PP, Bateman A: Rfam 11.0: 10 years of RNA families. Nucleic Acids
Res 2013, 41(Database issue):D226–D232.
52. Vogel J, Sharma CM: How to find small non-coding RNAs in bacteria. Biol
Chem 2005, 386(12):1219–1238.
53. Maxson-Stein K, McGhee GC, Smith JJ, Jones AL, Sundin GW: Genetic
analysis of a pathogenic Erwinia sp. isolated from pear in Japan.
Phytopathology 2003, 93(11):1393–1399.
54. Wilms I, Voss B, Hess WR, Leichert LI, Narberhaus F: Small RNA-mediated
control of the Agrobacterium tumefaciens GABA binding protein. Mol
Microbiol 2011, 80(2):492–506.
55. Argaman L, Hershberg R, Vogel J, Bejerano G, Wagner EG, Margalit H,
Altuvia S: Novel small RNA-encoding genes in the intergenic regions of
Escherichia coli. Curr Biol 2001, 11(12):941–950.
56. Zhang A, Wassarman KM, Rosenow C, Tjaden BC, Storz G, Gottesman S:
Global analysis of small RNA and mRNA targets of Hfq. Mol Microbiol
2003, 50(4):1111–1124.
57. Moon K, Gottesman S: Competition among Hfq-binding small RNAs in
Escherichia coli. Mol Microbiol 2011, 82(6):1545–1562.
58. De Lay N, Gottesman S: A complex network of small non-coding
RNAs regulate motility in Escherichia coli. Mol Microbiol 2012,
86(3):524–538.
59. Soper T, Mandin P, Majdalani N, Gottesman S, Woodson SA: Positive
regulation by small RNAs and the role of Hfq. Proc Natl Acad Sci U S A
2010, 107(21):9602–9607.
60. Papenfort K, Said N, Welsink T, Lucchini S, Hinton JC, Vogel J:
Specific and pleiotropic patterns of mRNA regulation by ArcZ, a
conserved, Hfq-dependent small RNA. Mol Microbiol 2009,
74(1):139–158.
61. Hebrard M, Kroger C, Srikumar S, Colgan A, Handler K, Hinton JC: sRNAs
and the virulence of Salmonella enterica serovar Typhimurium. RNA Biol
2012, 9(4):437–445.
62. Zhao Y, Sundin GW, Wang D: Construction and analysis of pathogenicity
island deletion mutants of Erwinia amylovora. Can J Microbiol 2009,
55(4):457–464.
63. Labes M, Puhler A, Simon R: A new family of RSF1010-derived expression
and lac-fusion broad-host-range vectors for gram-negative bacteria.
Gene 1990, 89(1):37–46.
doi:10.1186/1471-2164-15-414
Cite this article as: Zeng and Sundin: Genome-wide identification of
Hfq-regulated small RNAs in the fire blight pathogen Erwinia amylovora
discovered small RNAs with virulence regulatory function. BMC Genomics
2014 15:414.
